In the title compound, C 29 H 37 N 5 O 4 S 2 , two arms substituted with dansyl derivatives are connected to a central tertiary amine, where the dihedral angle between the planes of two dansyl units is 56.39 (4) . Each arm contains a sulfonamide functional group and both N-H groups in the compound are pointed to the same side. The central part of the molecule is disordered over three sets of sites with a refined occupancy ratio of 0.547 (4):0.328 (4):0.125 (3). No intramolecular -or hydrogen-bonding interactions are observed. In the crystal, molecules are linked via pairs of N-HÁ Á ÁO interactions involving the same acceptor atom, forming inversion dimers. In addition, C-HÁ Á ÁO interactions exist between molecules, providing further stabilization of dimers.
Related literature
For general background to anion binding, see: Hossain (2008) . For sulfonamide-based compounds as anion receptors, see: Kavallieratos et al. (2005) . For related compounds, see: Basaran et al. (2015) . For the antibacterial activity of sulfonamide-based compounds as drugs, see: Brackett et al. (2004) . Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) x; y þ 1; z.
Experimental

Crystal data
Data collection: APEX2 (Bruker, 1998 ); cell refinement: SAINT (Bruker, 1998) ; data reduction: SAINT; program(s) used to solve structure: SHELXT (Sheldrick, 2015a); program(s) used to refine structure: SHELXL2014 (Sheldrick, 2015b); molecular graphics: XP in SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL2014.
S2. Structural commentary
The molecule adopts a bowl-like shape with the dihedral angle of 56.39 ° between the planes of two dansyl units. The hydrogen atoms of NH groups are positioned at the same side in the compound and are pointed inside the cavity formed by the NH-C-C-N-C-C-N chain of the central part (Fig. 1) . TheC-N and C-C bond lengths in the aliphatic groups are in the range of 1-451 (3) to 1.491 (5) Å and 1.484(10 to 1.539 (4) Å, respectively; which are consistent with the literature value (Basaran, et al. 2015) . The central part of the molecule containing N1, C2A, C3A, C2B, C3B, and C21 is disordered and chemically-equivalent distances are set to be approximately the same. Displacement parameters of disordered atoms are set to be approximately the same along each chemical bond. The sum of the three occupancies is set to 1.0. Details of the specific restraints are available in the *.cif. No intramolecular π-π or hydrogen bonding interactions are observed. However, two molecules are linked via NH···O interactions [2.28 (2)-2.41 (2) Å] from two NH groups of one molecule with one oxygen group of other molecule (Fig. 2) .
S3. Synthesis and crystallization
2,2′-Diamino-N-methyldiethylamine (0.20 g, 1.71 mmol) and dansyl chloride (0.92 g, 3.43 mmol) were dissolved separately in 100 mL of CH 3 CN. The solution of dansyl chloride was added dropwise to the solution of 2,2′-diamino-Nmethyldiethylamine containing K 2 CO 3 (1.0 g) in a round bottom flask under constant stirring at room temperature. The mixture was allowed to stir over night at room temperature and the clear solution was separated by filtration. The solvent was evaporated under reduced pressure, and the product was purified by column chromatography on neutral alumina using 2% methanol in dichloromethane. The greenish yellow powder thus obtained was redissolved in methanol and crystals suitable for X-ray analysis were grown from the slow evaporation of the solvent.
S4. Refinement
Crystal data, data collection and structure refinement details are summarized in Table 1 were refined. U iso for H was assigned as 1.2 times U eq of the attached atom (1.5 for methyl). A torsional parameter was refined for each methyl group. The largest residual density peak was 1.50 Å from O2.
Figure 1
The molecular structure of the title compound (1) showing the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level (The minor components of the primed and double primed atoms are not shown for clarity). (7) 0.0100 (6) 0.0082 (7) C11A 0.0223 (7) 0.0226 (8) 0.0197 (7) 0.0111 (6) 0.0045 (6) 0.0052 (6) C12A 0.0198 (7) 0.0177 (7) 0.0226 (7) 0.0077 (6) 0.0014 (6) 0.0055 (6) C13A 0.0222 (7) 0.0187 (7) 0.0227 (8) 0.0048 (6) 0.0047 (6) 0.0087 (6) C14A 0.0196 (7) 0.0206 (7) 0.0218 (8) 0.0065 (6) 0.0073 (6) 0.0054 (6) C15A 0.0209 (7) 0.0181 (7) 0.0190 (7) 0.0087 (6) 0.0041 (6) 0.0040 (6) C16A 0.0189 (7) 0.0186 (7) 0.0135 (6) 0.0074 (6) 0.0018 (5) 0.0036 (5) C17A 0.0183 (7) 0.0187 (7) 0.0165 (7) 0.0073 (6) 0.0021 (5) 0.0045 (6) N18A 0.0282 (7) 0.0180 (6) 0.0317 (8) 115.1 (4) H2B5-C2B"-H2B6 107.9 N4A-C3A′-H3A3 108.5 N4B-C3B"-C2B" 117.9 (15) C2A′-C3A′-H3A3 108.5 N4B-C3B"-H3B5 107.8 N4A-C3A′-H3A4 108.5 C2B"-C3B"-H3B5 107.8 C2A′-C3A′-H3A4 108.5 N4B-C3B"-H3B6 107.8 H3A3-C3A′-H3A4 107.5 C2B"-C3B"-H3B6 107.8 C2A"-N1"-C2B" 109.2 (10) H3B5-C3B"-H3B6 107.2 C2A"-N1"-C21" 110.9 (5) C3B′-N4B-S5B 124.7 (3) C2B"-N1"-C21" 110.3 (5) C3B"-N4B-S5B 112.1 (13) N1"-C2A"-C3A" 112.1 (5) C3B-N4B-S5B 113.2 (4) N1"-C2A"-H2A5
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
109.2 C3B′-N4B-H4B 119.1 (15) C3A"-C2A"-H2A5
109.2 C3B"-N4B-H4B 112 (2) N1"-C2A"-H2A6
109.2 C3B-N4B-H4B 111.0 (16) C3A"-C2A"-H2A6 109.2 S5B-N4B-H4B 109.2 (15) H2A5-C2A"-H2A6 107.9 O6B-S5B-O7B 116.27 (7)
